| INTRODUCTION
genes, which have been frequently recovered. 1, 3, 4 Reassortant viruses with genes from other human seasonal IAV origin and enzootic swIAV are occasionally detected in pigs. Remarkably, these reassortments are typically detected in pigs several years after their human counterpart appeared as seasonal influenza viruses. [5] [6] [7] In Denmark, a passive surveillance program for swIAV has been conducted since 2011 based on samples submitted for diagnostic purpose from pigs with acute respiratory diseases. The most frequent circulating subtypes are avian-like H1N1 (avH1N1), reassortant IAV with avian-like H1 and internal gene cassette, and with N2 from swineadapted H3N2 (rH1N2) and A(H1N1)pdm09. 8 In addition, a number of different reassorted viruses are found sporadically. Fidelity. Purified PCR products were pooled in equimolar quantity and subjected to next-generation sequencing on the Ion Torrent PGM™ sequencer. The sequences were assembled using CLC genomics workbench 6.5 (Qiagen), and phylogenetic trees were constructed with MrBayes 3.2.6 11 using the CIPRES science gateway 12 from alignments constructed with the MUSCLE algorithm. For all segments, the following parameters were used nset=6, rates=invgamma, ngen=10 000 000 or to convergence of 0.002. The analysis showed that samples from both owners were closely related with 97%-100% nt identity ( Figure 1) but clustering based on owner is also observed, with more than 99% identity when comparing sequences obtained from one owner with exception of sample A/swine/Denmark/13669-4/2014 that had ~97% identity to all other sequences. The analysis also revealed that all the internal genes shared >98% identity to genes of circulating A(H1N1)pdm09 porcine strains ( Figure 2 ). In Table 1 was isolated (H3hu1-H3hu5), and a swine H3N2 control serum used in the routine diagnostic laboratory at the National Veterinary Institute (H3ref; Table 2 ). The results revealed that there was no crossreactivity between post-vaccination serum and the H3hu05N2sw isolate ( Table 2 ). This was expected based on the relatively large difference (81%-82% amino acid identity) in the HA sequence between the H3hu05N3sw viruses and the H3 strain included in the vaccine. 
| CONCLUSIONS
We report here the detection of a new triple-reassortant H3N2 influ- Reference strain Avian-like H1 A(H1N1)pdm09 H3 EU swine F I G U R E 2 Phylogenetic tree of the six internal genes of the two isolates that were fully characterized together with reference strains. The coloring is dictated by the HA tree in Figure 1 As pigs are not routinely tested for IAV in relation to export, it is likely that this virus will spread to other European countries, emphasizing the need of joint European surveillance initiatives such as the former European Union funded ESNIP programs. 1, 8 As there was no link between the two independent production systems, the introductions either happened independently from a third source or by transmission between the production systems by other horizontal routes, for example, airborne transmission. 
